FIGURE 207 



MSLFGLLLLTS ALAGQRQGTQAESNLS S KFQFS SNKEQNGVQDPQHERI I TVS TNGS I HS PR 
FPHTYPRNTVLVWRLVAVEENVWI QLTFDERFGLEDPEDD I CKYDFVEVEE P SDGT I LGRWC 
GSGTVPGKQISKGNQIRIRFVSDEYFPSEPGFCIHYNIVMPQFTEAVSPSVLPPSALPLDLL 
NNAITAFSTLEDLIRYLEPERWQLDLEDLYRPTWQLLGKAFVFGRKSRWDLNLLTEEVRLY 
SCTPRNFSVSIREELKRTDTIFWPGCLLVKRCGGNCACCLHNCNECQCVPSKVTKKYHEVLQ 
LRPKTGVRGLHKSLTDVAIiEHHEECDCVCRGSTGG 



Signal sequence: 

amino acids 1-14 
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CCCATCTCAAGCTGATCTTGGCACCTCTCATGCTCTGCTCTCTTCAA.CCAGACCTCTACATTCCATTTTGGAAGA 
AGACTAAAA ATGG TGTTTCCAATGTGGACACTGAAGAGACAAATTCTTATCCTTTTTAACATAATCCTAATTTCC 
AAACTCCTTGGGGCTAGATGGTTTCCTAAAACTCTGCCCTGTGATGTCACTCTGGATGTTCCAAAGaACCATGTG 
ATCGTGGACTGCACAGACAAGCATTTGACAGAAATTCCTGGAGGTATTCCCACGAACACCACGAA(^CTCACCCTC 
ACCATTAACCACATACCAGACATCTCCCCAGCGTCCTTTCACAGACTGGACCATCTGGTAGAGATCGATTTCAGA 
TGCAACTGTGTACCTATTCCACTGGGGTCAAAAAACAACAT^ 

TTTAGTGGACTCACTTATTTAAAATCCCTTTACCTGGATGGAAACCAGCTACTAGAGATACCGCAGGGCCTCCCG 
CCTAGCTTACAGCTTCTCAGCCTTGAGGCCAACAACATCTTTTCCATCAGAAAAGAGAATCTAACAGAACTGGCC 
AACATAGAAATACTCTACCTGGGCCAAAACTGTTATT^ 

GATGCCTTCCTAAACTTGACAAAGTTAAAAGTGCTCTCCCTGAAAGATAACAATGTCACAGCCGTCCCTACTGTT 
TTGCCATCTACTTTAACAGAACTATATCTCTACAAC^^ 

CTCAACCAATTACAAATTCTTGACCTAAGTGGAAATTGCCCTCGTTGTTATAATGCCCCATTTCCTTGTGCGCCG 
TGTAAAAATAATTCTCCCCTACAGATCCCTGTAAATGCTTTTGATGCGCTGACAGAATTAAAAGTTTTACGTCTA 
CACAGTAACTCTCTTCAGCATGTGCCCCCAAGATGGTTTAAGAACATCAAC^\ACTCCAGGAACT(3GATCTGTCC 
CAAAACTTCTTGGCCAAAGAAATTGGGGATGCTAAATTTCTGCATTTTCTCCCGAGCCTCATCCAATTGGATCTG 
TCTTTCAATTTTGAACTTCaGGTCTATCGTGC^TCTATGAATCTATCaCAAGCATTTTCTTCACTGAAAAGCCTG 
AAAATTCTGCGGATCAGAGGATATGTCTTTAAAGAGTTGAAAAGCTTTAACCTCTCGC(^TTACATAATCTTC^ 
AATCTTGAAGTTCTTGATCTTGGCACTAACTTTATAAAAATTGCTAACCTCAGCATGTTTAAACAATTTAAAAGA 
CTGAAAGTC71TAGATCTTTCAGTGAATAAAATATCACCTTCAGGAGATTCAAGTGAAGTTGGCTTCTGCTCAAAT 
GCCAGAACTTCTGTAGAAAGTTATGAACCCCAGGTCCTGGAACAATTACATTATTTCAGATATGATAAGTATGCA 
AGGAGTTGCAGATTC7VAAAACAAAGAGGCTTCTTTCATGTCTGTTAATGAAAGCTGCTACAAGTATGGGCAGACC 
TTGGATCTAAGTAAAAATAGTATATTTTTTGTCAAGTCCTCTGATTTTCAGCATCTTTCTTTCCTCAAATGCCTG 
AATCTGTCAGGAAATCTCATTAGCCAAACTCTTAATGGGAGTGAATTCCAACCTTTAGCAGAGCTGAGATATTTG 
GACTTCTCCAACAACCGGCTTG&TTTACT^ 

ATAAGCAGTAATAGCCATTATTTTC^TCAGAAGGAATTACTCATATGCTAAACTTTACCAAGAACCTAAAGG 

CTGCAGAAACTGATGATGAACGACAATGACATCTCTTCCTCCACGAGCAGGACCATGGAGAGTGAGTCTCTTAGA 

ACTCTGGAATTCAGAGGAAATCACTTAGATGTTTTATGGAGAGAAGGTGATAACAGATACTTACAi^TTATTCAAG 

AATCTGCTAAAATTAGAGGAATTAGACATCTCTAAAAATTCCCTAAGTTTCTTGCCTTCTGGAGTTTTTGATGGT 

ATGCCTCCAAATCTAAAGAATCTCTCTTTGGCCyVAAAATGGGCTCAAATCTTTCAGTTGGAAGAAACTCCAGTGT 

CTAAAGAACCTGGAAACTTTGGACCTCAGCCAC^ 

AGAAGCCTCAAGAATCTGATTCTTAAGAATAATCAAATCAGGAGTCTGACGAAGTATTTTCTACA2\GATGCCTTC 
CAGTTGCGATATCTGGATCTCAGCTCAAATAAAATCCAGATGATCCAAAAGACCAGCTTCCCAGAi^AATGTCCTC 
AACAATCTGAAGATGTTGCTTTTGCATCATAATCGGTTTCTGTGCACCTGTGATGCTGTGTGGTTTGTCTGGTGG 
GTTAACCATACGGAGGTGACTATTCCTTACCTGGCCACAGATGTGACTTGTGTGGGGCCAGGAGCiVCACAAGGGC 
QiAAGTGTGATCTCCCTGGATCTGTACACCTGTGAGTTAGATCTGACTAACCTGATTCTGTTCTCACTTTCCATA 
TCTGTATCTCTOTTTCTC^TGGTGATGATGACaGCAAGTC^CCTCTATTTCTGGGATGTGTGGTATATTTACCA.T 
TTCTGTAAGGCCAAGATAAAGGGGTATCAGCGTCTAATATCACCAGACTGTTGCTATGATGCTTTTATTGTGTAT 
GACACTAAAGACCCAGCTGTGACCGAGTGGGTTTTGGCTGAGCTGGTGGCCAAACTGGAAGACCCi^AGAGAGAAA 
C^TTTTAATTTATGTCTCGAGGAAAGGGACTGGTTACCAGGGCAGCCAGTTCTGGAAAACCTTTCCCAGAGCATA 
CAGCTTAGCAAAAAGACAGTGTTTGTGATGACAGACAAGTATGCAAAGACTGAAAATTTTAAGATAGCATTTTAC 
TTGTCCCATCAGAGGCTCATGGATGAAAAAGTTGATGTGATTATCTTGATATTTCTTGAGAAGCCCTTTCAGAAG 
TCCAAGTTCCTCCAGCTCCGGAAAAGGCTCTGTGGGAGTTCTGTCCTTGAGTGGCCAACAAACCCGCAAGCTCAC 
CCATACTTCTGGCAGTGTCTAAAGAACGCCCTGGCC^ 

ACGGTCTAGCCCTTCTTTGOW^CAC^CTGCCTAGTTTACC^AGGAGAGGCCTGGC 
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MVFPMWTLKRQILILENIILISKLLGARWPPKTLPCDVTLDVPKNHVIVDCTDKHLTEIPGG 
IPTNTTNLTLTIl^IPDISPASFHRLDHLVEIDFRCNCVPIPLGSKNNMCIKRLQIKPRSFS 
GLTYLKSLYLDGNQLLE I PQGLPPSLQLLSLEANNI FS I RKENLTEL AN I E I L YLGQNC YYR 
NPCYVSYSIEKDAFLNLTKLKVLSLKDNI^ 

NQLQILDLSGNCPRCYNAPFPCAPCKNNSPLQIPVNAFDALTELKVLRLHSNSIiQHVPPRWF 
KNINKLQELDLSQNFLAKEIGDAKFLHFLPSLIQLDLSFNFELQVYRASMNLSQAFSSLKSL 
RILRIRGYVFKELKSFNLSPLHNLQNLEVLDLGTNFIKIANLSMFKQFKRLKVIDLSVNKIS 
PSGDSSEVGFCSNARTSVESYEPQVLEQLHYFRYDKYARSCRFKNKEASFMSVNESCYKYGQ 
TLDLSKNS I FFVKS SDFQHLSFLKCLNLSGNLI SQTLNGSEFQPLAELRYLDFSNNRLDLLH 
STAFEELHKLEVLDISSNSHYFQSEGITHMIJSrFTKNLKVLQKLMMNDND I S S STSRTMES ES 
LRTLEFRGKnHLDVLWREGDNRYLQLFKNLLKLEELDISKNSLSFLPSGVFDGMPPNLKNIiSI. 
AKNGLKS FSWKKLQCLKNLETLDLSHNQLTTVPERLSNCSRS LKNL I LKNNQ I RS LTKYFLQ 
DAFQLRYLDLS SNKI QMIQKTS FPENVLNNLKMLLLHHNRFLCTCDAWFVWAP/tmTEVTI P 
YLATDVTCVGPGAHKGQSVI SLDLYTCELDLTNL ILFSLS I SVSLFLMVMMTASHLYFWDVW 
YIYHFCKAKIKGYQRLISPDCCYDAFIVYDTKDPAVTEWVLAELVAKLEDPREKHFNLCLEE 
RDWLPGQPVLENLSQS I QLSKKTVFVMTDKYAKTENFKI AFYLSHQRLMDEKVDVI I LI FLE 
KPFQKSKPLQLRKRLCGSSVLEWPTNPQAHPYFWQCLKNALATDNHVAYSQVFKETV 

Signal sequence: 

amino acids 1-26 

Transmembrane domain: 

amino acids 840-860 



